Three freshwater planktonic filamentous cyanobacterial strains, Dolichospermum planctonicum NIES-80, Planktothrix agardhii NIES-905, and Sphaerospermopsis reniformis NIES-1949, were sequenced. The genome sizes of NIES-80, NIES-905, and NIES-1949 were 4,571,002 bp, 5,512,454 bp, and 6,025,023 bp, and the number of protein-coding genes in each genome was 4, 009, 4,925, and 5,408, respectively. W ater blooms, also called "cyanobacterial blooms" (1), are mainly formed by some planktonic cyanobacterial species in mesotrophic-eutrophic freshwater (2). Among these species, filamentous cyanobacteria have ecological importance. They are the main primary producers and secondary metabolite producers (e.g., cyanotoxins) and are also involved in nitrogen fixation (3). We sequenced the genomes of three bloomforming filamentous cyanobacterial strains, Dolichospermum planctonicum NIES-80, Planktothrix agardhii NIES-905, and Sphaerospermopsis reniformis NIES-1949.
tively, in terms of size and the number of genes. Some strains of Planktothrix agardhii produce a cyanotoxin, microcystin, that is synthesized by the mcy gene cluster (11) . The NIES-905 sequence included a conserved mcy gene cluster (mcyJ, mcyC, mcyB, mcyA, mcyH, mcyG, mcyE, and mcyD), suggesting that this strain can probably synthesize microcystin. The three species used in this study are widely present in freshwater. Thus, the genomes can be used for monitoring using quantitative PCR or droplet digital PCR (12) and for metagenomic analyses of cyanobacterial blooms.
Data availability. The draft genome sequences of Dolichospermum planctonicum NIES-80, Planktothrix agardhii NIES-905 (ϭ CCAP 1459/11A), and Sphaerospermopsis reniformis NIES-1949 have been deposited in DDBJ/EMBL/GenBank under the accession numbers BJCF01000001 to BJCF01000201, BJCD01000001 to BJCD01000193, and BJCE01000001 to BJCE01000680, respectively. The genomic raw reads are also available in DDBJ/EMBL/ GenBank under the accession numbers DRR172254, DRR172255, and DRR172253, respectively. 
